Persistence Length of Human Cardiac α-Tropomyosin Measured by Single Molecule Direct Probe Microscopy by Loong, Campion K. P. et al.
Persistence Length of Human Cardiac a-Tropomyosin
Measured by Single Molecule Direct Probe Microscopy
Campion K. P. Loong
1,2*, Huan-Xiang Zhou
2,3, P. Bryant Chase
1*
1Department of Biological Science, Florida State University, Tallahassee, Florida, United States of America, 2Department of Physics, Florida State University, Tallahassee,
Florida, United States of America, 3Institute of Molecular Biophysics, Florida State University, Tallahassee, Florida, United States of America
Abstract
a-Tropomyosin (aTm) is the predominant tropomyosin isoform in adult human heart and constitutes a major component in
Ca
2+-regulated systolic contraction of cardiac muscle. We present here the first direct probe images of WT human cardiac
aTm by atomic force microscopy, and quantify its mechanical flexibility with three independent analysis methods. Single
molecules of bacterially-expressed human cardiac aTm were imaged on poly-lysine coated mica and their contours were
analyzed. Analysis of tangent-angle (h(s)) correlation along molecular contours, second moment of tangent angles
(,h
2(s).), and end-to-end length (Le-e) distributions respectively yielded values of persistence length (Lp) of 41–46 nm, 40–
45 nm, and 42–52 nm, corresponding to 1–1.3 molecular contour lengths (Lc). We also demonstrate that a sufficiently large
population, with at least 100 molecules, is required for a reliable Lp measurement of aTm in single molecule studies. Our
estimate that Lp for aTm is only slightly longer than Lc is consistent with a previous study showing there is little spread of
cooperative activation into near-neighbor regulatory units of cardiac thin filaments. The Lp determined here for human
cardiac aTm perhaps represents an evolutionarily tuned optimum between Ca
2+ sensitivity and cooperativity in cardiac thin
filaments and likely constitutes an essential parameter for normal function in the human heart.
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Introduction
Tropomyosin (Tm) is a dimeric, a-helical coiled-coil protein
that binds actin and is found in a wide range of eukaryotic cells [1].
The a-tropomyosin (aTm) isoform is a splicing product of the
human TPM3 gene transcript; it is commonly found in vertebrate
striated muscle and is the predominant tropomyosin isoform in the
normal heart of adult humans. The two polypeptide chains of an
aTm molecule are aligned in parallel and in register [2,3]. In
striated muscle, Tm constitutes a crucial component of thin
filaments for Ca
2+-regulation of contraction. Systolic contraction is
initiated by elevation of cytoplasmic Ca
2+ that binds to the thin
filament regulatory protein troponin (Tn), which undergoes a
conformational change and induces azimuthal movement of Tm
on the thin filament to uncover myosin binding sites. The primary
structural regulatory unit responsible for this Ca
2+ switch consists
of one Tm molecule, one Tn complex, and seven actin monomers,
although the functional regulatory unit may be larger as in skeletal
muscle [4], or smaller as in cardiac muscle [5]. Currently available
data can be most simply explained by a 3-state model for
regulation of actomyosin interactions by Tn and Tm: a ‘‘blocked’’
state in the absence of Ca
2+,aC a
2+-induced ‘‘closed’’ state, and a
myosin-induced ‘‘open’’ state [6,7,8,9]. The relationship between
the mechanical properties of aTm and its regulatory function is
widely speculated on but is not yet fully understood.
Modeling studies suggest that the presence of, and variations in,
myofilament compliance could alter myocyte function at all levels
of Ca
2+-activation [10,11,12] and some aspects of fiber mechanics
are most simply explained by Ca
2+-dependent changes in
sarcomere compliance [13]. Estimates of thin filament flexibility
suggest that Tn-Tm modulate compliance in a Ca
2+-dependent
manner [14] and this could be directly influenced by flexibility of
Tm. The flexibility of a linear, chain-like molecule such as Tm
increases with temperature and can be described by its persistence
length (Lp), which is the length over which the chain loses
directional correlation. Lp of a-helical coiled-coil regions of myosin
and paramyosin at low temperature (7uC) was estimated by
viscoelasticity measurements to be 130 nm [15]; a lower bound of
Lp for the tail region of rabbit skeletal myosin was determined to
be ,100 nm when adsorbed to electron microscopy (EM) grids
[16], albeit at unspecified temperature. Crystallographic and
solution studies of WT rabbit cardiac aTm at 30uC yielded Lp
estimates of 65 nm or 170 nm, depending on location in the
crystal structure [17]. A more recent EM study measured the
average Lp from 16 molecules of bovine cardiac aTm to be
,102 nm, presumably at room temperature [18].
We present here the first direct images of WT recombinant
human cardiac aTm proteins by atomic force microscopy (AFM),
and corresponding Lp values at room temperature by three
analysis methods involving tangent angle correlation along
molecular contours, second moment analysis of tangent angles
and distribution of the end-to-end lengths (Le-e) of molecules
adhered on poly-lysine coated mica surfaces. These analyses yield
values of Lp comparable to the contour length (Lc), consistent
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conditions. Our results are consistent with previous reports that
the size of a functional regulatory unit in cardiac muscle is similar
to that of a structural regulatory unit, implying there is limited
spread of cooperative activation via aTm into near-neighbor
regulatory units in cardiac thin filaments [5]. We also note a
general overestimation of Lp when fewer than ,100 molecules are
included in data analysis, which suggests a large data set is
necessary for reliable estimates of Lp using similar techniques.
Materials and Methods
Protein Preparation
WT human cardiac aTm cDNA was previously cloned into a
bacterial expression vector in our laboratory by Dr. Fang Wang.
Bacterial expression and purification of the recombinant human
cardiac aTm protein was accomplished as previously described
[19,20]. Regulatory function of the purified aTm has been
established previously using motility assays [19,20] and verified
with a variety of functional assays reported in the literature
[21,22,23,24,25]. To adjust surface density, protein samples were
typically diluted to 1 nM with a buffer (2 mM MgCl2,5m M
NaCl, and 20 mM TRIS-HCl pH 7.5) prior to deposition onto the
imaging substrate.
Surface Preparation for Poly-lysine Coated Mica
In preliminary experiments, aTm samples were imaged on
freshly cleaved, untreated mica. Images from these preliminary
samples did not contain structures consistent with single molecules
of aTm. For all experiments reported here, aTm samples were
imaged on poly-lysine (p-Lys) coated mica surfaces. Grade V-1
muscovite mica substrates (SPI Supplies, Westchester, PA) were
mounted on glass microscope slides with epoxy. Slides were rinsed
with water and ethanol, blown dry with compressed N2 gas and
the mica freshly cleaved prior to p-Lys coating.
p-Lys coated mica was prepared by incubating freshly cleaved
mica for 30 s, 2 min or 5 min with a 0.01% (w/v) p-Lys solution of
1000–5000 MW poly-L-lysine hydrobromide (Sigma-Aldrich, St.
Louis, MO), rinsed with 600 mld H 2O and dried with compressed
N2 gas. An aTm sample was then immediately deposited on the
treated mica for subsequent imaging as detailed below.
Atomic Force Microscopy (AFM)
200 mlo f1n MaTm samples were deposited on p-Lys coated
mica substrates and incubated for 30–900 s. The slides were
subsequently rinsed with 600 mld H 2O dispensed with an
electronic pipette at moderate speed, and blown dry with
compressed N2 gas (regulated at 60–80 psi) aimed perpendicularly
away from the mica surface.
AFM inspection was done in AC mode with an MFP-3D
microscope (Asylum Research, Santa Barbara, CA) at room
temperature. Olympus cantilevers with resonance frequen-
cy,70 kHz were employed (Asylum Research, Santa Barbara,
CA). The majority of images were acquired at 0.5 nm/pixel, while
a subset of the data for a deposition time study (detailed below) was
acquired at 1 nm/pixel. In both cases, tip convolution was the
major limiting factor in image resolution. During each imaging
session, the cantilever set-point was adjusted so that it barely
tracked the surface topography in repulsive mode (i.e., phase angle
,90 degrees); this minimized distortion and imaging artifacts
caused by cantilever tip beating on the molecules. Resultant AFM
images were processed in the MFP-3D software environment
(Asylum Research, Santa Barbara, CA) by performing a 1
st order
fit along each scan line followed by subtraction of a 1
st order plane
from the whole image; all features with height above a program-
determined threshold were masked out in the process, leaving
images of the molecules unaltered while flattening the background
(Fig. 1).
Deposition Time: Variation of Numbers of Molecules on
Substrate with Incubation Time
AFM images of aTm molecules deposited on p-Lys coated mica
with different incubation times from 10–600 s were obtained as
described above. For each incubation time, an area of
2.562.5 mm
2 was surveyed at 1 nm/pixel. The number of aTm
molecules within the area was counted manually. Only molecules
that were more than half in the image frame were counted along
the edges. Polymers of aTm formed by multiple single molecules
were occasionally observed, in which case the equivalent number
of single molecules was counted. Estimated uncertainties of 5%
and 2 s were attributed to the counts and deposition time,
respectively.
Figure 1. AFM images of a-tropomyosin (aTm) molecules. Wildtype human cardiac aTm was imaged dry on poly-lysine coated mica (A).
Collage of 20 aTm molecules (B) show that molecular contours were smooth and continuous. One of the aTm molecules in the collage was processed
as described (Figure 2 C) and overlayed with the x-ray structure of aTm [38] on the same scale (B, expanded on right), which is evidence that the AFM
images were good representations of single aTm molecules.
doi:10.1371/journal.pone.0039676.g001
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2
adsorbed on the surface, Ns, and the total number of molecules
per cm
3 of the 1 nM aTm sample, NB(t=0), were fitted against
deposition time with a diffusion model [26]:
Ns
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~
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where D is the diffusion constant of aTm. The non-linear least-
square fitting was weighted by the inverse of the error in Ns/
NB(t=0) and carried out in MATLAB (The MathWorks, Natick,
MA).
Image Processing and Skeletonization
A semi-automated image analysis GUI was developed in
MATLAB using a modified version of the algorithm described
by Brangwynne et al. [27]. All clearly separated and distinguish-
able elongated structures were processed using this algorithm for
199–1852 single molecules of WT aTm on multiple independently
prepared samples. The algorithm consisted of three stages: 1)
generation of 1-pixel wide skeleton from each individual aTm
molecule; 2) refinement of skeleton to sub-pixel resolution by
fitting the perpendicular height profile along the molecular
contour; and 3) fitting the sub-pixel skeleton with a 5
th order
polynomial to represent the continuous contour of the molecule.
In the first stage, AFM height measurements of aTm molecules
on a p-Lys coated mica substrate were linearly mapped to a gray
scale intensity image. The regions of the image containing
individual aTm molecules were then cropped out (Fig. 2, A and
B) and filtered by a local Gaussian kernel and an intensity
averaging filter [28] (Fig. 2 C). Then a mask was generated such
that all but the largest patch of connected pixels were eliminated
within each region, leaving only the image of the molecule which
was subsequently thresholded in MATLAB using Otsu’s method
[29] (Fig. 2 D). The resulting binary image was skeletonized using
a MATLAB routine by Howe [30] (Fig. 2 E). This yielded a single
pixel-wide skeleton of connected pixels that represents a Tm
molecule (Fig. 2 F). In the second stage, following Brangwynne et
al. [27], the intensity profiles perpendicularly across the molecular
contour at each skeleton point were fitted with Gaussian functions;
the result was a new skeleton defined with sub-pixel resolution by
the peak positions of the Gaussian fits. Skeletons with obvious
artifacts such as acute kinks that deviated from the original image
were discarded at this stage. Lastly, the new skeleton was fitted
with a 5
th order polynomial to represent the Tm molecule’s
contour. The skeletonization procedure likely missed small
portions at the two ends of each molecule; to capture the entire
contour length, we fitted the AFM height profiles beyond the ends
of each skeleton with half of the 2D elliptical Gaussian function:
1
k
e
{ x{a ðÞ 2
2sx
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where k is the normalization factor, a and b are center coordinates,
and sx and sy are the widths of the Gaussian along the x- and y-
axes, respectively. The width of the Gaussian along the major axis
(sx) which was aligned with the contour at each end of the
molecule was used to compensate for our calculation of contour
length.
Lp Determination by Tangent Angle Analyses
Angles, h(s), between the tangents of the molecular contour at
two points separated by segment length s were computed from the
polynomial fit in 0.5 nm or 1 nm steps. The step size was chosen
to coincide with the pixel resolution of our AFM images (i.e.,
maximum possible resolution achieved in the experiment) to avoid
implicit interpolation beyond the limit of our technique. Lp is
related to the average of cosh(s)o ns (,cosh(s).) by an exponential
function [31,32]:
vcosh(s)w~e{s=2Lp ð3Þ
where the factor of two in the exponent accounts for the fact that
the molecular image was two-dimensional. The average,
,cosh(s)., was taken both along the contour length of each
skeleton and over different skeletons. Lp for WT aTm was
obtained by linear regression on the logarithmically transformed
data, weighted by Npoints6,cosh(s). where Npoints is the number of
data points, and is reported with the fitting standard error.
A second estimate of Lp could be obtained from these data by
analyzing the second moment of tangent angles (,h
2(s) .), as
described by Frontali et al. [31], Rivetti et al. [26] and Mu ¨cke et al
[33,34]. In brief, the second moment of tangent angles from each
sample was fitted against s according to the linear relation:
Sh
2 s ðÞ T~s 
Lp ð4Þ
where a zero intercept indicates the molecules were equilibrated
on the substrate [31,33,34], and Lp was obtained from the slope of
linear regression.
Lp Determination by End-to-end Length Distribution
End-to-end length (Le-e) and contour length (Lc) of each WT
aTm molecule were calculated, respectively, as the linear distance
between the two ends of the molecule and the integrated length
along the polynomial fit. To accommodate the fact that the
measured contour lengths varied from molecule to molecule, Le-e
of each molecule was scaled by its Lc. The distributions of the
scaled end-to-end lengths, le-e, were fitted to that expected of a
two-dimensional WLC [35]:
p(le-e)~
lple-e
g
X ?
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2mm!
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5=4 exp {
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where lp =L p/Lc, g is a normalization factor, and D3/2(x) is a
parabolic cylinder function. Eq. 5 is valid for chains with lp.
,0.25. Least-squares fitting was carried out in MATLAB with a
custom routine that utilized a MATLAB implementation of the
parabolic cylinder function [36]; the sum of squared errors was
minimized by changing the lp parameter with a step size of 0.0025.
The errors on lp were estimated using the jackknife method [37].
Estimation of Lp Dependence on Number of Molecules
The relationship of estimated Lp with number of aTm
molecules analyzed, N, was investigated by random resampling
of a large data set. 200 subsets of N (N =10, 20, 40…) single
molecules of aTm were randomly selected from a total of 1852
single molecule images obtained from the same sample. Random
selection was achieved by a ‘‘Mersenne Twister’’ pseudorandom
number generator in MATLAB. For each value of N, 200 Lp
estimates were computed with tangent angle correlation analysis
from the corresponding subsets.
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Figure 1 shows AFM scans of WT aTm on p-Lys (0.01% w/v)
coated mica (Fig. 1 A). Elongated structures on p-Lys coated mica
were clearly distinguishable and have lengths consistent with that
expected for single aTm molecules (Fig. 1 B), as evidenced by an
overlay of the aTm x-ray structure [38] (PDB ID: 2TMA) onto an
AFM image of a WT aTm molecule (Fig. 1 B, expanded on right).
In preliminary experiments, we also imaged aTm samples on
freshly cleaved, untreated mica, but did not obtain structures
consistent with single molecules of aTm (data not shown). Using
highly sensitive assays of function–in vitro motility assays–we have
previously demonstrated that positively charged surfaces are good
substrates for functional binding of another molecule (myosin or
the two-headed, proteolytic digest fragment of myosin called heavy
meromyosin, HMM) that has an a-helical coiled-coil tail
[39,40,41]. To achieve functional binding of myosin (or HMM),
the primary mode of surface adsorption must be through the a-
helical coiled-coil tail region rather than the motor domains, or
heads [42]. Furthermore, we initially tested a wider range of p-Lys
concentrations, but chose 0.01% (w/v) as the minimum concen-
tration at which we observed statistically sufficient numbers of
clearly distinguishable structures consistent with single molecules
of aTm (data not shown).
The number of aTm molecules adhered to p-Lys coated mica
increased with incubation time, up to 300 s, as shown in Fig. 3 in
both linear (main graph) and logarithmic (inset) scales. No
discernible change was observed for longer incubation times at
450 s and 600 s, suggesting the top layer of the bulk solution was
depleted of aTm molecules [26]. Vertical and horizontal error
bars equal to 5% of the corresponding Ns/NB(t=0) ratio and 2 s,
respectively. Fitting data from incubation time 10 s to 300 s to Eq.
1 returned estimates of two parameters: exponent parameter p
equals 0.49, in close accordance to an irreversible and diffusion
driven deposition process [26]; and diffusion constant parameter D
of aTm equals 2.2610
-7 cm
2/s, consistent with previous estimates
[43].
The measured Lc values of WT aTm on p-Lys coated mica
surfaces were similar to that expected for single molecules of Tm
(,40 nm) [1,44] (see also Fig. 1B, expanded on right) and
variation is within 0.5–1 nm, or 1–2 image pixels (Table 1). The
values of Lc reported include corrections of 4.1–4.8 nm to account
for the chain length (sx, Eq. 2) beyond the two end pixels. The
mean Le-e of all independently prepared samples of WT aTm on
p-Lys coated mica are summarized in Table 1. Variation in Le-e is
within 0.7 nm, similar to that of Lc. To test whether the variation
in Lc contributed to the variation in Le-e, we normalized the Le-e
value of each aTm molecule by the Lc value of the same molecule.
The values of mean le-e are again consistent across independently
prepared samples. Measurements of Lc and le-e suggest our
methodology is highly reliable and consistent across multiple
samples prepared under identical conditions, as well as between
different incubation times of p-Lys and WT aTm explored in this
report.
The results of tangent angle correlation analysis, which yielded
Lp from ensemble averages of contour shape variation, are
presented in Fig. 4 and Table 1. The Lp values of WT aTm
measured from three independent samples prepared under
identical conditions (2-min deposition of 0.01% p-Lys; 600 s
deposition of 1 nM WT aTm) are 45.860.8 nm (N =742),
43.560.8 nm (N =628) and 40.660.8 nm (N =798). The
,5 nm variation in these measurements represents the variability
inherent to our methodology and experimental setup. As noted
above, Lp is the length along the molecular contour over which the
tangent vectors of the chain lose correlation. For a chain with a
given contour length that is fixed at one end, the region that is
Figure 2. Image processing procedure to extract the molecular contour of aTm from a typical AFM scan. An aTm molecule was selected
from a typical 512 nm 6512 nm scan (A) and cropped into a smaller image (B). The image was filtered by a Gaussian box-car filter (C), thresholded
(D), and skeletonized into a 1-pixel wide connected contour (E, F). A refined skeleton with coordinates defined at sub-pixel precision was generated
by fitting the perpendicular height profiles to a Gaussian function (G), which was then fitted with a 5
th order polynomial. The continuous contour
defined by the polynomial conformed very well with the shape of the original molecule (H). Contour length (Lc) and end-to-end length (Le-e) of the
molecule shown were 41.7 nm and 38.4 nm, respectively.
doi:10.1371/journal.pone.0039676.g002
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The results in Fig. 4 imply that the correlation length of WT aTm,
or the limiting length along which mechanical signal can
effectively propagate, is comparable to the contour length Lc of
the molecule.
To test if tangent angles satisfy Gaussian statistics, and thus
whether aTm molecules have equilibrated on the p-Lys coated
substrate, we further analyzed the tangent angle data according to
Frontali et al. [31] and Mu ¨cke et al. [33,34]. First, we fitted the
distribution of tangent angles at various segment lengths (s)t o
Gaussian functions. For segment lengths of 10 nm, 20 nm or
30 nm, the data were consistent with Gaussian functions
(R
2.0.98). Second, linear least squares regression of the second
moment of tangent angles (,h
2(s).) vs segment length using Eq. 4
passes through the origin and, from the slope (1/Lp), yielded
persistent length estimates (Table 1) that are consistent with
tangent angle correlation analysis. Third, the ratio of the fourth
moment (,h
4.) and ,h
2.
2 was close to 3 for s .10 nm. Taken
together, these results indicate that aTm molecules were
equilibrated on the substrate, and thus our estimates of Lp from
the tangent angle data legitimately reflect mechanical flexibility of
the protein [31,33,34].
To verify the Lp values obtained from tangent angles, we fitted
the distributions of le-e with the WLC model (Eq. 5). Figure 5
Figure 3. Deposition rate of aTm on p-Lys substrate shows the process is diffusion driven and irreversible. The number ratio between
aTm molecules adhered to p-Lys coated mica and in 1 cm
3 of the bulk solution, Ns/NB(t=0), increased with incubation time up to 300 s, as shown in
both linear (main graph) and logarithmic (inset) scales. 5% of total number of aTm molecules in the bulk solution were deposited on the substrate by
the 300 s incubation; the absence of discernible change at longer incubation times of 450 s and 600 s suggests the top layer of the bulk solution was
depleted of aTm molecules [26]. Fitting data from incubation time 10 s to 300 s to Eq. 1 (solid lines) returned estimates of two parameters: exponent
parameter p equals 0.49, in close accordance to an irreversible and diffusion driven deposition process [26]; and diffusion constant parameter D of
aTm equals 2.2610
27 cm
2/s, consistent with previous estimates [43].
doi:10.1371/journal.pone.0039676.g003
Table 1. Summary of Lc,L e-e, and Lp from tangent angle correlation, second moment and end-to-end length analyses.
Incubation time (seconds) 30
* 300 600 #16 0 0 #26 0 0 #39 0 0
**
Number of molecules 1852 199 741 628 798 979
Contour length, Lc (nm) 39.360.1 39.660.2 39.760.1 40.060.1 40.560.1 40.160.1
End-to-end Length, Le-e (nm) 32.860.1 32.660.3 33.260.1 32.960.2 32.960.1 33.360.1
Normalized end-to-end length, le-e 0.93760.002 0.92860.005 0.93260.003 0.92860.003 0.92360.003 0.93060.002
Persistence length, Lp (nm) by tangent angle correlation 48.360.7 42.360.4 45.860.8 43.560.8 40.660.8 45.560.7
Persistence length, Lp (nm) by le-e distribution 64.463.4 44.764.7 51.662.1 49.062.8 41.762.0 49.663.2
Persistence length, Lp (nm) by tangent angle
second moment
45.960.3 40.960.2 44.560.4 41.960.3 39.560.3 44.060.3
*0.01% p-Lys deposition on mica by 30 s incubation.
**0.01% p-Lys deposition on mica by 300 s incubation.
doi:10.1371/journal.pone.0039676.t001
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sample of WT aTm deposited on p-Lys coated mica with 600 s
incubation. This analysis yielded lp =1.0460.05. Assuming 40 nm
for the contour length, this is equivalent to a persistence length of
41.762.0 nm, in close agreement with the result from tangent
angle correlation analysis for the same sample (Lp equals
40.660.8 nm). The values of Lp estimated by tangent angle
correlation, second moment and end-to-end length for different
samples and experimental conditions are summarized in Table 1.
Lp obtained by end-to-end length analysis is generally longer than
that by the tangent angle correlation analysis, but both are in the
order of 1 to 1.3 contour lengths of WT aTm. The results from
these analyses are consistent over different deposition times, as well
as multiple samples independently prepared under identical
conditions.
To further understand the effect of deposition time on the values
of Lp measured with this methodology, we analyzed the 565 mm
2
survey images previously obtained at 1 nm/pixel. Figure 6 shows
the variation of Lp estimates, obtained from tangent angle
correlation analysis, with deposition times from 10 s to 600 s.
Number of aTm molecules available for analysis in the surveyed
area was significantly smaller at short deposition times, with only
26 molecules at the 10 s time point. Estimated values of Lp
gradually decreased and stabilized with increasing deposition time.
It is unclear whether the longer Lp estimates were due to short
incubation times or the relatively smaller number of molecules.
Nonetheless, this result suggests a deposition time of at least 300 s
is sufficient for surface equilibration of aTm and a reliable
measurement of its Lp.
Figure 7 shows the dependence of measured Lp on number of
molecules considered in the tangent angle analysis. Values of Lp
are computed from subsets of 10 to 1280 aTm molecules
randomly selected from a total of 1852 molecules on a single
sample. We observe a significant overestimation of Lp by up to
,8 nm when fewer than ,80–160 molecules were considered in
the analysis. Similar trends are observed in the values of Lp
obtained using second-moment analysis of tangent angles (data not
shown) and from various sized samples out of 5000 simulated
worm-like chains with Lc =40 nm and Lp =44 nm (Fig. S1). This
result suggests the small sample sizes may explain the overestima-
tion of Lp at short incubation times in Fig. 6, and that a minimum
population of about 80–160 molecules is needed for a reliable
estimate of aTm Lp.
Discussion
In this study, we obtained AFM images of individual WT
human cardiac aTm molecules and measured the persistence
length. Correlation and second moment analyses of tangent angles
resulted in Lp values of 40.6–45.8 nm and 39.5–44.5 nm,
respectively. Fitting of the end-to-end length distribution to the
WLC model resulted in similar Lp values of 41.7–51.6 nm.
Measurements of Lp are consistent over multiple samples with
incubation times of 300 s or longer. A sufficiently large sample
size–with 100 molecules or more–is required for a reliable estimate
of Lp (Fig. 7). Our measurements are consistent across multiple,
independently prepared samples (Table 1), and suggest that the Lp
of WT human cardiac aTm is equivalent to 1–1.3 molecular
contour lengths (Lc).
We were able to obtain AFM images of clearly separated and
distinguishable, elongated structures on p-Lys coated mica surfaces
(Fig. 1), and the lengths of these structures were consistent with
that expected for single aTm molecules. While single-molecule
Figure 4. Tangent angle correlation analysis shows that Lp of WT human cardiac aTm equals 40.6245.8 nm. ln(,cos(h).) data
obtained from three separate samples independently prepared under identical conditions are plotted as a function of segment length along the
molecular contour. The slope of this plot is –1/2Lp.L p for WT Tm from this analysis were 45.860.8 nm (N=741, R
2=0.99), 43.560.8 nm (N=628,
R
2=0.98) and 40.660.8 nm (N=798, R
2=0.98). The variation in the Lp values represents the uncertainty inherent to our experimental setup and the
tangent angle correlation analysis.
doi:10.1371/journal.pone.0039676.g004
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Normalized end-to-end length (le-e) distributions from one of the WT aTm samples incubated on p-Lys coated mica substrate for 600 s (N=798) fits to
the WLC model (Eq. 3). lp value from the fit was 1.042560.0505 (R
2=0.88). Errors were estimated by the jackknife method (Materials and Methods).
doi:10.1371/journal.pone.0039676.g005
Figure 6. Deposition time study suggests Lp measurements were stable with incubation time of 300 s or longer. Lp values obtained by
tangent angle correlation analysis (blue asterisks, left axis) and the corresponding number of molecules considered (black dots, right axis) were
plotted against incubation times. An overestimation of Lp was observed at incubation times below 300 s, which may be due to the shorter incubation
time and/or smaller number of molecules available for the analysis. Lp measurements were stable at incubation times above 300 s, where variation
was comparable to the inherent uncertainty in our methodology. This implies an incubation time of 300 s was sufficient for surface equilibration of
aTm on p-Lys coated mica substrate.
doi:10.1371/journal.pone.0039676.g006
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smooth muscle aTm have been previously obtained by electron
microscopy [18,45], the data from this study are to our knowledge
the first direct, AFM images of surface-adhered, single human
cardiac aTm molecules. Resolution of the images was mostly
limited by convolution with cantilever tips. The deposition rate of
aTm onto p-Lys coated mica substrate resulted in an estimated
diffusion constant consistent with that obtained by other methods
[43], and suggests the deposition process is both diffusion driven
and irreversible [26,46] (Fig. 3). Using the semi-automated image
processing routine described in Materials and Methods (Fig. 2), the
shapes of more than 5000 single WT aTm molecules in total from
multiple, independently prepared samples were analyzed.
We quantified the flexibilities of the protein molecules by three
independent methods involving tangent angle correlation (Eq. 3;
Fig. 4), tangent angle second moment (Eq. 4), and end-to-end
length distribution (Eq. 5; Fig. 5). Tangent angle correlation
analysis is often applied to images of molecules and polymers
obtained from microscopy [14,18,47]. Accurate measurement of
Lp using surface adsorption techniques such as in the present study
requires full equilibration of the molecules. We showed that our
data fulfill this condition by verifying the Gaussian distribution of
tangent angles for various segment lengths, as suggested by
Frontali et al. [31]. It is assumed that the washing and drying
procedures do not introduce artifacts that affect our Lp measure-
ments. This assumption is partly justified by the high level of
consistency between Lp values obtained between multiple samples
independently prepared under either identical or a range of
conditions. In principle, this concern can be alleviated by imaging
the molecules in solution, but it is often not possible to obtain
similarly high resolution images in solution. Conventionally,
second moment analysis is also utilized to demonstrate equilibra-
tion of filamentous molecules imaged with scanning probe
microscopy on 2D substrates [26,31,33,34]. Lp has previously
been estimated in a variety of molecules other than Tm such as F-
actin [14,27,47,48], microtubules [27,48], DNA [26,31,49], RNA
[50] and trimeric type-I tropocollagen [51] using data obtained by
observation of thermal fluctuations, force-extension relations
[49,50,51,52] or end-to-end lengths [50]. Many of these
approaches rely on the WLC model to obtain Lp. Here we
utilized independent analyses of our data to show that fitting the
end-to-end length distribution to the WLC model provides an
important check on the reliability of Lp values from tangent angle
analyses.
We estimated the inherent variability in our methodology of
measuring Lp to be ,5 nm by tangent angle correlation and
second moment analyses, and ,10 nm by the WLC analysis, from
three separate samples of surface adhered aTm independently
prepared in identical conditions (Fig. 4 and Table 1). We showed,
by analysis of ,h
2(s)., that aTm molecules were equilibrated on
the substrate (Results). In addition, Lp varied little when aTm was
incubated for at least 300 s (Table 1). The values of Lp obtained
from tangent angle correlation, second moment ,h
2(s)., and end-
to-end length analyses are consistent with each other (Table 1),
which bolsters confidence in the reliability of our result. The aTm
molecule has an intrinsic curvature which allows for binding to the
helical structure of F-actin [38,53,54]. It has been argued, in the
case of curved DNA molecules, that the intrinsic or static
curvature of a molecule should be distinguished from the dynamic
changes in contour shapes due to its mechanical flexibility [55]. A
reciprocal relation was proposed to decouple the corresponding
persistence lengths due to intrinsic curvature (Lintrinsic
p ) and
mechanical flexibility (Ldynamic
p ) from the experimentally measured
value (Lmeasured
p ):
Figure 7. A sufficiently large population of aTm molecules is required for reliable measurement of Lp. Lp was calculated for each of 200
subsets of N aTm (N=10, 20, 40…) randomly selected from a total of 1852 molecules. The mean Lp is plotted against N. A consistent overestimation
of Lp up to 8 nm was observed for small N (,80–160). This overestimation can be attributed to the biased distribution of contour shapes, where
highly bent configurations of the molecule are relatively rare. In case of small N, therefore, the highly bent configurations are under- or un-sampled,
which leads to overestimation of Lp based on a biased population of relatively straight molecules.
doi:10.1371/journal.pone.0039676.g007
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For a given intrinsic curvature, the effect of Lintrinsic
p in Eq. 6
diminishes as mechanical flexibility increases [56]. In our case,
assuming a similar intrinsic curvature previously estimated for
bovine cardiac aTm [18], the resultant Ldynamic
p is about 67 nm, or
1.7 Lc. Therefore, Eq. 6 does not produce a pronounced
correction to the experimentally measured Lp of human cardiac
aTm.
We statistically demonstrated that a sufficiently large number of
molecules is necessary to avoid overestimating the Lp of aTm
(Fig. 7 and Fig. S1). This can be best explained by the biased
distribution of contour shapes for semi-flexible and rigid mole-
cules, such as aTm. According to the WLC model, it is relatively
unlikely for semi-flexible or rigid molecules to assume highly bent
configurations. This bias is evident in the end-to-end length
distribution (Fig. 5 and Fig. S2), where bins corresponding to
relatively straight molecules are much more populated than that of
highly bent configurations. When a measurement of Lp is obtained
from a small number of randomly selected molecules, it is likely
that most of the molecules are relatively straight, leaving the more
bent configurations under- or un-sampled (Fig. S2). The result is
an overestimation of Lp based on a limited selection of mostly
straight molecules. Therefore, a sufficiently large selection of
molecules is necessary to sample all possible configurations of
contour shapes, and to obtain a reliable measurement of Lp. Our
measurements of aTm Lp are to our knowledge the first to be
based on large numbers of molecules, with at least ,200 single
aTm molecules (typically .500) from each experimental condi-
tion.
Our result of Lp for WT human cardiac aTm is near the low
end of the range of previous Lp measurements of rabbit and
bovine cardiac aTm [17,18]. This might be attributed to
difference in experimental techniques, temperature when the
samples were prepared and in which the measurements were
obtained, and sample sizes of single molecule studies as reasoned
above. However, it is also possible that different Tm isoforms
within an organism, or the proteins from different organisms could
have different flexibilities (see next paragraph). The mechanical
properties of aTm are likely to play a central role in its Ca
2+-
regulatory function [56]. Therefore, although beyond the scope of
this study, it can be speculated that Tm’s in different organisms
have evolved to have flexibilities suited to their cellular conditions.
During thin filament activation, aTm is mechanically displaced
following Ca
2+-binding to the Tn complex to expose myosin-
binding sites of the underlying actin filament. Since the flexibility
of aTm governs the transmission of this cooperative activation
signal, our result implies that cooperative activation of human
cardiac thin filaments spans approximately one structural regula-
tory unit, or 7 actin monomers. This is in line with a previous
study [5] which showed that the functional regulatory unit in
cardiac muscle is less than 7 actin monomers, while that in skeletal
muscle is 12–14 actin monomers [4]. In addition, the mechanical
barrier to initiate aTm movement on the thin filament is also
governed by the flexibility of the aTm molecule. Our result
suggests that this barrier is comparable to the torque required to
displace an entire aTm molecule and its connected neighbor on
the thin filament. Therefore, the flexibility of aTm modulates both
the cooperativity in transmission of activation along and the Ca
2+-
sensitivity of activation of the thin filament. These factors are
especially important during systole, which in cardiac muscle
involves only subsaturating level of Ca
2+:i fL p,,Lc, neighboring
segments of aTm are essentially independent and thin filament
activation will be less coordinated; conversely, if Lp..Lc, the high
mechanical barrier to initiate aTm movement implies that thin
filament activation during systole will become highly unlikely [56].
We therefore suggest that our measured Lp of human cardiac aTm
represents an evolutionarily tuned optimum between sensitivity
and cooperativity in the system of Ca
2+-regulated thin filament
activation in the human heart.
Conclusion
Recombinant WT human cardiac aTm molecules were imaged
by AFM. Nearly identical Lp of about 41–52 nm were obtained
under various experimental conditions using tangent angle corre-
lation and second moment analyses, and fitting the end-to-end
lengthdistributiontotheWLCmodel.Randomresamplingsuggests
a sufficiently large population, with at least 100 aTm molecules, is
required for reliable estimates of Lp. Our result that Lp of aTm
equals,1–1.3Lcisconsistentwithapreviousstudyshowingthatthe
functional regulatory unit is approximately the same size as the
structural regulatory unit in cardiac muscle, provided Tm flexibility
is a major determinant of the spread of cooperative activation along
thin filaments. We propose that the measured Lp represents an
optimalflexibilityofhumancardiacaTm.Asaresultofthisoptimal
flexibility, it is further speculated that a balance between Ca
2+
sensitivityandcooperativityincardiacthinfilamentsisachievedand
likely constitutes an essential parameter for normal function in the
adult human heart.
Supporting Information
Figure S1 Lp estimated from various sized samples of
worm-like chains, showing overestimation when only a
small number of chains are analyzed. 5000 3-dimensional
worm-like chains with Lc =40 nm and Lp =44 nm were
generated. Tangent angle correlation analysis of the whole
population yielded Lp =44.7 nm (blue dashed line). From the
whole population, a sample of N chains (N=10, 20, 40 …) was
randomly selected 200 times. Lp was then estimated from tangent
angle correlation for each sample; mean and standard error of the
mean were finally calculated from the 200 repetitions. A consistent
trend of overestimated Lp, similar to that in the analysis of aTm
molecules (Figure 7), was observed for small N (i.e., ,80–160).
The standard error of the mean, shown as vertical error bars,
shows that the systematic overestimation is not due to the inherent
variability of Lp at small N.
(TIF)
Figure S2 Asymmetric distribution of end-to-end
lengths leading to under-sampling of highly bent
configurations in small population of aTm molecules.
The normalized end-to-end length (le-e) distributions of various
sized samples (black) from a total of 1852 aTm molecules are
overlaid on the distribution of all the molecules (grey). The
number (N) of molecules in each sample increases from 10 to 400
(top to bottom; left to right). The same information is shown in
expanded scales in the insets to highlight distributions of the
subsets. For N ,100, most molecules in the samples were
relatively straight, as evidenced by the long normalized le-e
(typically .0.85); more bent configurations, or molecules with
short le-e, were under- or un-sampled. In contrast, le-e distributions
of samples with larger N (.100) contain more bent configurations
and better resemble the le-e distribution of all the molecules.
Therefore, Lp will be overestimated by analyses based on small
Persistence Length of Human Cardiac a-Tropomyosin
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configurations are under-counted.
(TIF)
Acknowledgments
The authors would like to thank Dr. Fang Wang for providing clones and
Dr. Aya K. Takeda for valuable assistance with protein expression and
purification; Asylum Research, Inc., particularly Dr. Ryan Fuierer, Dr.
Nicholas Geisse, Dr. Sophia Hohlbauch, Mr. Keith Jones, Dr. Jason Li and
Dr. Irene Revenko for their training and continual technical support–their
advice was indispensable to the successful completion of this project; and
Dr. Jerry Boland for critical comments on an early draft of the manuscript.
Author Contributions
Conceived and designed the experiments: CKPL PBC. Performed the
experiments: CKPL. Analyzed the data: CKPL HXZ PBC. Contributed
reagents/materials/analysis tools: HXZ PBC. Wrote the paper: CKPL
HXZ PBC.
References
1. Perry SV (2001) Vertebrate tropomyosin: distribution, properties and function.
J Muscle Res Cell Motil 22: 5–49.
2. Lehrer SS (1975) Intramolecular crosslinking of tropomyosin via disulfide bond
formation: evidence for chain register. Proc Natl Acad Sci U S A 72: 3377–3381.
3. Stewart M (1975) Tropomyosin: evidence for no stagger between chains. FEBS
Lett 53: 5–7.
4. Regnier M, Rivera AJ, Wang CK, Bates MA, Chase PB, et al. (2002) Thin
filament near-neighbour regulatory unit interactions affect rabbit skeletal muscle
steady-state force-Ca
2+ relations. J Physiol 540: 485–497.
5. Gillis TE, Martyn DA, Rivera AJ, Regnier M (2007) Investigation of thin
filament near-neighbour regulatory unit interactions during force development
in skinned cardiac and skeletal muscle. J Physiol 580: 561–576.
6. McKillop DF, Geeves MA (1993) Regulation of the interaction between actin
and myosin subfragment 1: evidence for three states of the thin filament.
Biophys J 65: 693–701.
7. Lehman W, Vibert P, Uman P, Craig R (1995) Steric-blocking by tropomyosin
visualized in relaxed vertebrate muscle thin filaments. J Mol Biol 251: 191–196.
8. Vibert P, Craig R, Lehman W (1997) Steric-model for activation of muscle thin
filaments. J Mol Biol 266: 8–14.
9. Lehman W, Hatch V, Korman V, Rosol M, Thomas L, et al. (2000)
Tropomyosin and actin isoforms modulate the localization of tropomyosin
strands on actin filaments. J Mol Biol 302: 593–606.
10. Chase PB, Macpherson JM, Daniel TL (2004) A spatially explicit nanomecha-
nical model of the half-sarcomere: myofilament compliance affects Ca
2+-
activation. Ann Biomed Eng 32: 1559–1568.
11. Daniel TL, Trimble AC, Chase PB (1998) Compliant realignment of binding
sites in muscle: transient behavior and mechanical tuning. Biophys J 74: 1611–
1621.
12. Kataoka A, Hemmer C, Chase PB (2007) Computational simulation of
hypertrophic cardiomyopathy mutations in troponin I: influence of increased
myofilament calcium sensitivity on isometric force, ATPase and [Ca
2+]i.
J Biomech 40: 2044–2052.
13. Martyn D, Chase P, Regnier M, Gordon A (2002) A simple model with
myofilament compliance predicts activation-dependent crossbridge kinetics in
skinned skeletal fibers. Biophys J 83: 3425–3434.
14. Isambert H, Venier P, Maggs AC, Fattoum A, Kassab R, et al. (1995) Flexibility
of actin filaments derived from thermal fluctuations. Effect of bound nucleotide,
phalloidin, and muscle regulatory proteins. J Biol Chem 270: 11437–11444.
15. Hvidt S, Nestler FH, Greaser ML, Ferry JD (1982) Flexibility of myosin rod
determined from dilute solution viscoelastic measurements. Biochemistry 21:
4064–4073.
16. Howard J, Spudich JA (1996) Is the lever arm of myosin a molecular elastic
element? Proc Natl Acad Sci U S A 93: 4462–4464.
17. Phillips GN, Jr, Chacko S (1996) Mechanical properties of tropomyosin and
implications for muscle regulation. Biopolymers 38: 89–95.
18. Li X, Holmes KC, Lehman W, Jung H, Fischer S (2010) The Shape and
Flexibility of Tropomyosin Coiled Coils: Implications for Actin Filament
Assembly and Regulation. J Mol Biol 395: 327–339.
19. Schoffstall B, Brunet NM, Williams S, Miller VF, Barnes AT, et al. (2006) Ca
2+
sensitivity of regulated cardiac thin filament sliding does not depend on myosin
isoform. J Physiol 577: 935–944.
20. Wang F, Brunet NM, Grubich JR, Bienkiewicz EA, Asbury TM, et al. (2011)
Facilitated cross-bridge interactions with thin filaments by familial hypertrophic
cardiomyopathy mutations in a-tropomyosin. J Biomed Biotechnol 2011:
435271.
21. Bai F, Weis A, Takeda AK, Chase PB, Kawai M (2011) Enhanced Active Cross-
Bridges during Diastole: Molecular Pathogenesis of Tropomyosin’s HCM
Mutations. Biophys J 100: 1014–1023.
22. Mathur MC, Chase PB, Chalovich JM (2011) Several cardiomyopathy causing
mutations on tropomyosin either destabilize the active state of actomyosin or
alter the binding properties of tropomyosin. Biochem Biophys Res Commun
406: 74–78.
23. Schoffstall B, LaBarbera VA, Brunet NM, Gavino BJ, Herring L, et al. (2011)
Interaction between troponin and myosin enhances contractile activity of myosin
in cardiac muscle. DNA Cell Biol 30: 653–659.
24. Brunet NM, Mihajlovic ´ G, Aledealat K, Wang F, Xiong P, et al. (2012)
Micromechanical Thermal Assays of Ca
2+-Regulated Thin-Filament Function
and Modulation by Hypertrophic Cardiomyopathy Mutants of Human Cardiac
Troponin. J Biomed Biotechnol 2012.
25. Cheng Y, Chen K-S, Meyer NL, Yuan J, Hirst LS, et al. (2011) Functionalized
SnO2 nanobelt field-effect transistor sensors for label-free detection of cardiac
troponin. Biosensors Bioelectron 26: 4538–4544.
26. Rivetti C, Guthold M, Bustamante C (1996) Scanning force microscopy of DNA
deposited onto mica: equilibration versus kinetic trapping studied by statistical
polymer chain analysis. J Mol Biol 264: 919–932.
27. Brangwynne CP, Koenderink GH, Barry E, Dogic Z, Mackintosh FC, et al.
(2007) Bending dynamics of fluctuating biopolymers probed by automated high-
resolution filament tracking. Biophys J 93: 346–359.
28. Crocker JC, Grier DG (1996) Methods of Digital Video Microscopy for
Colloidal Studies. J Colloid Interface Sci 179: 298–310.
29. Otsu N (1979) Threshold Selection Method from Gray-Level Histograms. IEEE
Trans Syst Man Cybern 9: 62–66.
30. Howe N (2007) Better Skeletonization. Available on MATLAB Central: http://
www.mathworks.com/matlabcentral/fileexchange/11123. Accessed 13 Nov
2009.
31. Frontali C, Dore E, Ferrauto A, Gratton E, Bettini A, et al. (1979) An absolute
method for the determination of the persistence length of native DNA from
electron micrographs. Biopolymers 18: 1353–1373.
32. Howard J (2001) Mechanics of Motor Proteins and the Cytoskeleton.
Sunderland, MA: Sinauer Associates.
33. Mu ¨cke N, Klenin K, Kirmse R, Bussiek M, Herrmann H, et al. (2009)
Filamentous biopolymers on surfaces: atomic force microscopy images
compared with Brownian dynamics simulation of filament deposition. PLoS
One 4: e7756.
34. Mu ¨cke N, Kreplak L, Kirmse R, Wedig T, Herrmann H, et al. (2004) Assessing
the flexibility of intermediate filaments by atomic force microscopy. J Mol Biol
335: 1241–1250.
35. Wilhelm J, Frey E (1996) Radial Distribution Function of Semiflexible Polymers.
Phys Rev Lett 77: 2581–2584.
36. Computation of Special Functions in MATLAB. Available: http://ceta.mit.edu/
ceta/comp_spec_func/. Accessed 13 Nov 2009.
37. Harris DC (1998) Nonlinear Least-Squares Curve Fitting with Microsoft Excel
Solver. J Chem Educ 75: 119–121.
38. Phillips GN, Jr, Fillers JP, Cohen C (1986) Tropomyosin crystal structure and
muscle regulation. J Mol Biol 192: 111–131.
39. Jaber JA, Chase PB, Schlenoff JB (2003) Actomyosin-Driven Motility on
Patterned Polyelectrolyte Mono- and Multilayers. Nano Lett 3: 1505–1509.
40. Manandhar P, Huang L, Grubich JR, Hutchinson JW, Chase PB, et al. (2005)
Highly selective directed assembly of functional actomyosin on Au surfaces.
Langmuir 21: 3213–3216.
41. Byun KE, Kim MG, Chase PB, Hong S (2007) Selective assembly and guiding of
actomyosin using carbon nanotube network monolayer patterns. Langmuir 23:
9535–9539.
42. Albet-Torres N, O’Mahony J, Charlton C, Balaz M, Lisboa P, et al. (2007)
Mode of heavy meromyosin adsorption and motor function correlated with
surface hydrophobicity and charge. Langmuir 23: 11147–11156.
43. Cantor CR, Schimmel PR (1980) Biophysical Chemistry (part II): Techniques
for the Study of Biological Structure and Function. San Francisco: W. H.
Freeman and Company.
44. Smillie LB (1996) Tropomyosin. In: Ba ´ra ´ny M, editor. Biochemistry of Smooth
Muscle Contraction. San Diego: Academic Press. 63–75.
45. Sousa D, Cammarato A, Jang K, Graceffa P, Tobacman LS, et al. (2010)
Electron Microscopy and Persistence Length Analysis of Semi-Rigid Smooth
Muscle Tropomyosin Strands. Biophys J 99: 862–868.
46. Lang D, Coates P (1968) Diffusion coefficient of DNA in solution at ‘‘Zero’’
concentration as measured by electron microscopy. J Mol Biol 36: 137–151.
47. Ott A, Magnasco M, Simon A, Libchaber A (1993) Measurement of the
persistence length of polymerized actin using fluorescence microscopy. Phys Rev
E: Stat Phys, Plasmas, Fluids, Relat Interdiscip Topics 48: R1642–R1645.
48. Gittes F, Mickey B, Nettleton J, Howard J (1993) Flexural rigidity of
microtubules and actin filaments measured from thermal fluctuations in shape.
J Cell Biol 120: 923–934.
49. Marko JF, Siggia ED (1995) Stretching DNA. Macromolecules 28: 8759–8770.
Persistence Length of Human Cardiac a-Tropomyosin
PLoS ONE | www.plosone.org 10 June 2012 | Volume 7 | Issue 6 | e3967650. Abels JA, Moreno-Herrero F, van der Heijden T, Dekker C, Dekker NH (2005)
Single-molecule measurements of the persistence length of double-stranded
RNA. Biophys J 88: 2737–2744.
51. Bozec L, Horton M (2005) Topography and mechanical properties of single
molecules of type I collagen using atomic force microscopy. Biophys J 88: 4223–
4231.
52. Bouchiat C, Wang MD, Allemand J, Strick T, Block SM, et al. (1999) Estimating
the persistence length of a worm-like chain molecule from force-extension
measurements. Biophys J 76: 409–413.
53. Brown JH, Kim KH, Jun G, Greenfield NJ, Dominguez R, et al. (2001)
Deciphering the design of the tropomyosin molecule. Proc Natl Acad Sci U S A
98: 8496–8501.
54. Brown JH, Zhou Z, Reshetnikova L, Robinson H, Yammani RD, et al. (2005)
Structure of the mid-region of tropomyosin: bending and binding sites for actin.
Proc Natl Acad Sci U S A 102: 18878–18883.
55. Trifonov EN (1985) Curved DNA. CRC Crit Rev Biochem 19: 89–106.
56. Loong CKP, Badr MA, Chase PB (2012) Tropomyosin flexural rigidity and
single Ca
2+ regulatory unit dynamics: implications for cooperative regulation of
cardiac muscle contraction and cardiomyocyte hypertrophy. Front Physio 3: 80.
Persistence Length of Human Cardiac a-Tropomyosin
PLoS ONE | www.plosone.org 11 June 2012 | Volume 7 | Issue 6 | e39676